Because a protein expresses its function through interaction with other substrates, it is vital to create a database of protein interaction. Since the total volume of information on protein interaction is described in terms of thousands of literatures, it is nearly impossible to extract all this information manually. Although extraction systems for interaction information based on the template matching method have already been developed, it is not possible to match all the sentences with interaction information due to the extent of sentence complexity.
1.
(1) 100 "Ala100" "Ala 100 " "A100"
"hydrogen bond" "van der Waals contact" DNA "Adenine" "PTR" "Zn 2+ " 
"1a07" "1a0b" "1a0f" "1a0i" "1a0l" "1a0m" "1a0o" "1a0s" "1a13" "1a15" Table 3 . Experimental result (complex protein). "asparagine-L91 and aspartic acid-H50" "carboxylate side chain" "form"
Protein GLD SYS COR Precision
"1a5y"
"The catalytic Asp residue(Asp-181 of PTP1B) contributes to the basic limb of the pH activity profile, and its substitution to Ala-21 causes a 105-fold reduction in kcat, suggestive of a role as an acid catalyst." "Asp-181" "Ala-21" "contributes" "The IIAmtl-binding site of HPr involves the loop comprising residues 13-21, the helix composed of residues 16-27 and the helix containing residues 48-56 ( Figure 7) ." "IIAmtl-binding site" 13 21 16 27 48 56 "... Arg 49 is turned away and can not form hydrogen bonds with the phosphoryl group." "Arg 49" "1a3a" "1j6t"
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